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Ruben 



SEQUENCE LISTING 



(1) GENERAL. INFORMATION 
(j\ APPLICANT: Wei-Wu He, Kris tine K. Kikiy, Vishva M. -Dixit, Steven M. 



(ii) tV le of THE IWENTION: INTERLEUKIN- 1 BETA CONVERTING ENZYME LIKE 
APOPTOSIS PROTBASE-5 

{ iii) NUMBER OF SEQUENCES : 9 



(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESS Ek: SmithXline Beecham Corporation 

(B) STREET: ihs Swedeland Road 

(C) CITY: King\f Prussia 

(D) STATE: PA 

(E) COUNTRY: USA 

(F) ZIP : 19406-2795 

(v) COMPUTER READABLE FORM : 

(A) MEDIUM TYPE: DiskecCe 

(B) COMPUTER: IBM Coiroacible 

(C) OPERATING SYSTEM: 30s\ 

(D) SOFTWARE: FastSEQ Vers ' 

(vi) CURRENT APPLICATION, DATA 

(A) APPLICATION NUMBER: UNKNO 

(B) FILING DATS: HEREWITH 

(C) CLASSIFICATION: 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 60/013,961 

(B) FILING DATE: 05 JUNE 1996 

(A) APPLICATION NUMBER: 60/020,344 

(B) FILING DATE: 23 MAY 1996 

(A) APPLICATION NUMBER: 60/017,949 

(B) FILING DATE: 2 0 May 199 6 

(viii) ATTORNEY /AGENT INFORMATION: 
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(A) NAME: Han, William T . 

(B) REGISTRATION NUMBER: 34,344 

(C) REFERENCE/ DOCKET NUMBER: P50483-2 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 610-270-5219 

(B) TELEFAX: 610-270-5090 

(C) TELEX: 



(2) INFORMATION FOR SEQ ID NO:l: 

{ i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 416 amino acids 

(B) TYPE: amino acid 

(C) STRAND EDNESS : single 
■(D) TOPOLOGY: linear 

'(ii) MOLECULE TYPE: peptide 
(iii) HYPOTHETICAL: NO 
(iv* ANTISENSE: NO 

(v) FRAGMENT TYPE: N- terminal 

(vi) ORIGINAL SOURCE: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 

Met Asp Glu Ala Asp Arg Arg Leu Leu Arg Arg Cys Arg Leu Arg Leu 

1-5 10 15 ' 

Val Glu Glu Leu Gin Val Asp Gin Leu Trp Asp Val Leu Leu Ser Arg 

20 25 30 

Glu Leu Phe Arg Pro His Met He Glu Asp He Gin Arg Ala Gly Ser 

35 40 45 

Gly Ser Arg Arg Asp Gin Ala Arg Gin Leu He He Asp Leu Glu Thr 

50 55 60 

Arg Gly Ser Gin Ala Leu Pro Leu Phe He Ser Cys Leu Glu Asp Thr 
65 

Gly Gin Asp Met Leu Ala Ser Phe Leu Arg Thr Asn Arg Gin Ala Gly 

35 90' 95 

Lys Leu Ser Lys Pro Thr Leu Glu Asn Leu Thr Pro Val Val Leu Arg 

100 ios no 

P.o Glu lie Arg Lys Pro Glu Val Leu Arg Pro Glu Thr Pro Arg Pro 

115 120 125 

Val Aso lie Gly Ser Gly Gly Phe Gly Asp Val Gly Ala Leu Glu Ser 
130 135 140 
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^) a<m La u Ma Tyr He Leu Ser Meifc-u Pro Cys 

Leu Arg Gly AsnWa As ? Lau Ala ' /r ^ i6 0 

145 . ,, - au xl . lie Asn Asn Val Asn Phe Cys Arg Glu Ser Gly 
Gly Kis Cys ueu ile J. J. a ^ i75 

r Ara Thr Arg Z Gly Ser Asn He Asp Cys Glu Lys Leu Arg Arg 

Leu Arg Tnr Arg jt 19Q 

*. - q« Leu His Phe Mec Val Glu Val Lys Gly Asp Leu Thr 
Arg Phe Ser Ser Leu his 

, Q c 200 205 

^ W3 " y s h. c «i - « - a- - - « H " 

215 z 
210 ^ ^ val Val Val He Leu Ser His Gly Cys Gin 

Giy Ala Leu Asp Cys Cys Val vax . ^ ^ 

Z ser His Leu Cln Z « Cly Ala Val Tyr Gly Thr As P Gly Cys 
Pro Val Serial Z ^ Xle Val - He Phe Asn Gly Thr Ser Cys 

riv Lvs'^ro Lys Leu Phe Phe He Gin Ala Cys Gly 
Pro Ser Leu Gly Gly Lys .ro uy 

280 

„■„ riv °he Glu Val Ala Ser Thr Ser Pro Glu 
Gly Glu Gin Lys Asp His Gly .he Glu 

295 

290 „ n c er Asn Pro Glu Pro Asp Ala Thr Pro Phe Gin 

Asp Glu Ser Pro Gly Ser Asn Pro ^ • 32Q 

310 

305 , - aia Tie Ser Ser Leu Pro 

Glu Gly Leu Arg Thr Phe Asp Gin ueu Asp Ala 

Pro Ser Asp He Phe Val Ser Tyr Ser Thr Phe Pro Gly Phe Val 

Thr Pro Ser asp -j- 345 350 

* Ara IZ °ro Lys Ser Gly Ser Trp Tyr Val Glu Thr Leu Asp 
Ser Trp Arg Asp 

360 365 

, m ai. His Ser Glu Asp Leu Gin Ser Leu Leu 
Asp He Phe Glu Gin Trp Ala His Ser Giu P ^ 

Leu Z Val Ala Asn Ala Z Ser Val Lys Gly He Tyr Lys Gin He, 
Z CiV Cys Phe Asn Z - Arg Lys Lys Leu Phe Phe Lys Thr Ser 



405 410 
(2) INFORMATION FOR SEQ ID NO: 2 

( i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 157 8 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : cDNA 
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HYPOTHETICAL : NO 

(iv) ANTISENSE: NO 

(v) FRAGMENT TYPE '■ 

(vi) ORIGINAL SOURCE : 




• (xi) SEQUENCE DESCRIPTION: SEQ ID NO 

rrj . 1Trr GCGGC -CC-G CGGCGGTGCC GGCTGCGGCT GGTGGAAGAG 

rCC ATGG AC G AAGCGGATCG Gv-Gw*-- 1 -' rrrrCATATG 

GCCATGGAC GGACGTCCTG CTGAGCCGCG AGCTGTTCAG GCCCCATA.G 

CTGCAGGTGG ^GCCTGGA TCTCGGCGGG ATCAGGCCAG GCAGCTGATC 

ATCGAGGACA TCCAGCGGGC C . TCC TT-GT TCATCTCCTG CTTAGAGGAC 

ATAGATCTGG AGACTCGAGG C TCCT^ ^ 

ACAGGCCAGG ^CCCAGTG GTGCTCAGAC CAGAGATTCG CAAACCAGAG 

AAGCCAACCC TAGAAAACCT GAC VTTGGTT CTGGAGGATT CGGTGATGTC 

GTTCTCAGAC CGGAAACACC CAGACCAGTG ^A. QAG ^OGAGCCC 

GGTGCTCTTG AGAGTTTGAG GGGAAATGCA GATTTGGCTT ACATCCT 

GCCTCATTAT ^ = CC 
CGCACTGGCT CCAACA^ =»»^ ™^ qcTGGAGCTG 
ATGCTCGAGG TCATTCTCTC TCACGGOTGT 

GCGCGGCAGG ACCACGGTGC TCTCG CAGATGGATG CCCTGKGTCG 
CAGGCCAGCC ACCTGCAGTT ^l^UcC CCAGCCTGGG AGGGAAGCCC 

GTCGAGAAGA TO= 

AAGCTCTTTT TCATCCA^ £££^C AGTMCCC CG AGCCAGATGC CACCCCGTTC 
TCCACTTCCC CTGAAGACGA GTCCCCTK, CTAGTTTGCC CACACCCAGT 

CAGGAAGGTT.TGA^CCT, CGACCAGCTG G^CGCCATAT 

GACATCTTTG TGTCCTACTC ATCTTTGAGC AGTGGGCTCA CTCTGAAGAC 

GGCTCCTGGT ACGTTGAGAC CCTGGAC.AC ^ TGAAAGGGAT TTATAAACAG 

CTGCAGTCCC TCCTGCTTAG ^GCTAAT GCT^CGG ^ ATAAGGC C AG 
ATGCCTGGTT GCTTTAATTT CCTCCGGAAA ZcCCC*** CTGAAAGAGG 

GGCCCCTCAC CCTGCCTTAT CTTGCXCCC. AAAGC^CC TGC^ 

CTGAGGCCTG GACTTTCC- CTTCCAGATT GACGACAAGT GCTGAACAGT 

CTCTGCCAGT GACAGACAGG CCTJC. xTGCACGTGG NCTCTTGAGC AGTGGCTGGT 
■SSS SS C " TCTCTAGGAG CAGGGATTAA 

CCTCTGCACT ACTGACAT 



(2) 



INFORMATION FOR SEQ ID NO : 3 : 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 53 9 base pairs 

(B) TYPE: nucleic ac-d 

( c ) STRAND EDNES S : s ingle 
(D) TOPOLOGY: linear 

MOLECULE TYPE: cDNA 
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60 
120 
130 
240 
300 
360 
420 * 
480 
540 
600 
'660 
720 
730 
340 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1578 



.-.3. 
i. ! : 

Of: 
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( iii ) HYPOTHETICAL : NO 

(iv) ANT I SENSE : NO 

(v) FRAGMENT TYPE: 

(vi) ORIGINAL SOURCE: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 



CTGACTGCCA 


AGAAAATGGT 


GCTGGCTTTG 


CTGGAGCTGG 


CGCGGCAGGA 


CCACGGTGCT 


60 


CTGGACTGCT 


GCGTGGTGGT 


CATTCTCTCT 


CACGGCTGTC 


AGGCCAGCCA 


CCTGCAGTTC 


120 


CCAGGGGCTG 


TCTAC GGCAC 


AGATGGATGC 


CCTGTGTCGG 


TCGAAAAGAT 


TGTGAACATC 


130 


TTCAATGGGA 


CCAGCTGCCC 


CAGCCTGGGA 


GGGAAGCCCA 


AGCTCTTTTT 


CATCCAGGCC 


240 


TGTGGTGGGG 


AGCAGAAAGA 


C C ATGGGTTT 


GAGGTGGCCT 


CCACTTCCCC 


TGAAGACGAG 


300 


TCCCCTGGCA 


GTAACCCCGA 


GCCAGATGCC 


ACCCCGTTCC 


AGGAAGGTTT 


GAGGACCTTC 


360 


GACCAGCTGG 


ACGCCATATC 


TAGTTTGCCC 


ACACCCAGTG 


ACATCTTTGT 


GTCCTACTCT 


420 


ACTTTCCCAG 


GTTTTGTTTC 


CTGGAGGGAC 


CCCAAGAGTG 


GCTCCTGGTA 


CGTTGAGACC 


430 


CTGGACGACA 


TCTTTGAGCA 


GTGGGCTCAC 


TCTGAAGACC 


TGCAGTCCCT 


CCTGCTTAGG 


540 


GTCGCTAATG 


CTGTTTCGGT 


GAAAGGGATT 


TATAAACAGA 


TGCCTGGTTG 


CTTTAATTTC 


600 


CTCCGGAAAA 


AACTTTTCTT 


TTAAAACATC 


ATAAGGCAG 






639 



(2) INFORMATION FOR SEQ ID NO : 4 : 



jy {i) SEQUENCE CHARACTERISTICS: 

O (A) LENGTH: 203 amino acids 

(B) TYPE: amino acid 
JU (C) STRANDEDNESS : ' single 

yrj (D) TOPOLOGY : linear 

*F' (ii) MOLECULE TYPE : peptide 

p (iii) HYPOTHETICAL : NO 

ir " (iv) ANTISENSE: NO 

(v) FRAGMENT TYPE: N-terminal 

(vi) ORIGINAL SOURCE: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 : 

Met Val Leu Ala Leu Leu Glu Leu Ala Arg Gin Asp His Gly Ala Leu 

1 5 10 15 

Asp Cys Cys Val Val Val lie Leu Ser His Gly Cys Gin Ala Ser His 

20 25 . 30 

Leu Gin Phe Pro Gly Ala Val Tyr Gly Thr Asp Gly Cys Pro Val Ser 

35 40 45 

Val Glu Lys lie Val Asn lie Phe Asn Gly Thr Ser Cys Pro Ser Leu 

50 55 60 

Gly Gly Lys Pro Lys Leu Phe Phe lie Gin Ala Cys Gly Gly Glu Gin 
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65 70 75 30 

Lys Asp His Gly ?he Glu Val Ala Ser Thr Ser Pro Glu Asp Glu Ser 

35 90 95 

Pro Gly Ser Asn Pro Glu Pro Asp Ala Thr Pro Phe Gin Glu Gly Leu 

100 105 HO 

Arg Thr Phe Asp Gin Leu Asp Ala lie Ser Ser Leu Pro Thr Pro Ser 

115 120 125 

Asp He Phe Val Ser Tyr Ser Thr Phe Pro Gly Phe Val Ser Trp Arg 

130 135 140 

Asp Pro Lys Ser Gly Ser Trp Tyr Val Glu Thr Leu Asp Asp He Phe 
145 150 155 160 

Glu Gin Trp Ala His Ser Glu Asp Leu Gin Ser Leu Leu Leu Arg Val 

165 170 175 

Ala Asn Ala Val Ser Val Lys Gly He Tyr Lys Gin Met Pro Gly Cys 

130 ' 135 ' 190 

Phe Asn Phe Leu Arg Lys Lys Leu Phe Phe Met 
195 '200 

(2)- INFORMATION FOR SEQ ID NO : 5 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 4 base pairs 

(B) TYPE: nucleic acid 

. (C) STRAND EDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTISENSE: NO 

(v) FRAGMENT TYPE: 

(vi) ORIGINAL SOURCE: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 5 : 

GAACGGGGTA CCGCCATGGA CGAAGCGGAT CGGC 

(2) INFORMATION FOR SEQ ID NO : 6 : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 60 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNES S : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTISENSE: NO 

(v) FRAGMENT TYPE: 

(vi) ORIGINAL SOURCE: 




(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 6 : 

SCTCTAGAT tagtggtggt ggtggtggtg tgatgtttta aagaaaagtt- 

(2) INFORMATION FOR SEQ ID NO: 7: 

' (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 41 base pairs 

(B) TYPE: nucleic acid 

(C) STRAND EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTISENSE: NO 

(v) FRAGMENT TYPE: 

(vi) ORIGINAL SOURCE: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 : 
AAGCTCTTTT TCATCCAGGC CGCGGGTGGG GAGCAGAAGA C 
( 2 ) INFORMATION FOR SEQ ID NO : 8 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 9 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) 1 TOPOLOGY: linear 



(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: NO 

(iv) ANTISENSE : NO 

(v) FRAGMENT TYPE: 

(vi) ORIGINAL SOURCE: 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO : 3 : 
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GTCTTTCTGC TCc"cCG CGGCCTGGAT GAAAAAAGC 

(2) INFORMATION FOR SEQ ID NO : 9 : 

(i) SEQUENCE CHARACTERISTICS: 
(A)' LENGTH: 66 base pairs 
(3) TYPE: nucleic acid 

(C) STRAND EDNES S : single 

( D ) TO POLOGY : 1 inear 

MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: NO 

(iv) ANT I SENSE : NO 

(v) FRAGMENT TYPE: 

(vi) ORIGINAL SOURCE: 

(xi ) SEQUENCE DESCRIPTION: SEQ ID NO : 9 : 

tgctctagat tacttgtcat otnamxm stagtctsat taact™. 

CCGGAG 
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SEQUENCE LISTING 

(1) GENERAL INFORMATION 

(i) APPLICANT: DIXIT, VISHVA M. 

HE, WEI-WU 

KIKLY, KR1STINE K. 

RUBEN, STEVEN M. 

, TTlE OF THE INVENTION : INTSRLSUKIN-1 3ETA CONVERTING 
"enzyme LIKE APOPTOTIC PRCTSASE-o 

(iii) NUMBER OF SEQUENCES: 11 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: Ratner & Prest.a 

(B) STREET: P.O. Box 980 

(C) CITY: Valley Forge 

(D) STATS: PA 

(E) COUNTRY: USA 

(F) ZIP: 19482 ■ • 

(v) COMPUTER READABLE FORM: 
(A) MEDIUM TYPE: Disker.a^ 
(3) COMPUTER: IBM Ccrapacib-3 - 
(C) OPERATING SYSTEM : DOS 

Id, SOFTWARE: Fas-.SSQ for Windows Version 2.0 

<v<r CURRENT APPLICATION 3ATA:__ ^ 

(A) APPLICATION NUMBER: 0S/i^,^o 
(3) F T LING ' DATS : 08-MAY-199" 

(C) CLASSIFICATION: UNKNOWN 

(vii) PRIOR APPLICATION DATA: 

'A) .ap D LICAT T ON NUMBER: 60/0^3, .<ol 

(B) FILING DATS: 05-JUN-1996 

(A) APPLICATION NUMBER: 60/020,34 4 
(3) FILING DATE : 22-MAY-I996 

(A) APPLICATION NUMBER: 60/017,949 

(B) FILING DATS: 20-MAY-I996 

(viii) ATTORNEY /AGENT INFORMATION: 
(A) NAME : Prssnia, Paul F ^ 
(3) REGISTRATION NUMBER : Zj. 
(C5 REFERENCE /DOCKET NUMBER: ? =u43--2 

MV TELECOMMUNICATION IN FC RMAT I CN : 

(V TELEPHONE: 

(3) TELEFAX: S10-4CT~:70G 

(C; TELEX: 34616? 



INFORMATION EC?. IT nC : 1 : 





( i ) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 416 amino, acias 
(3) TYPE: amino acid 

(C) STRANDEDNE3S : single 

(D) TOPOLOGY: Linear 

(ii) MOLECULE TYPE: protein 

Ui ) SEQUENCE DESCRIPTION: SEQ Z2 NO: I: ' 

a r- ara r eu Leu Ars Ara Cys Arg Lau Arg Leu 
Met Asp Glu Ala Asp Arg Arg ^eu -e- ^. 15 

= Lev * 

30 

20 

Leu Phe Arg Pro His Mec Zxt 

Ser Arg Arg Asp Gin Ala Arc 

50 55 . 

Leu Pro j-.au :..<= - — ao 

70 a Ser Phe Leu Arg Thr Asn Arg Gin ^ 

35 . r a „ -h^ Pro Vai Vai Leu Arg 

Pro Thr Lau Glu as,, -a- ^ Q 

100 

Glu lie Arg Lys Pro Glu Va_ 

Asp lie Gly Ser Giy Giy Phe 
130 13 ~ 

Arg Glv Asn Ala Asp Lau Ala -y - l6Q 

Giy His Cys Leu He Ha Asn — — - 175 

if 3 -i„ Asr "la Asr Cys Glu Lys Leu Arg- Arg 

Leu Arg Thr Arg Thr «ly se. as.. - 19Q 

: 3 °._„ His one Mec Val Vai Lys Gly Asp Leu Thr 

Arg Phe Ser Ser ^au di» - -e --e 2Q5 

■ 195 f Leu Aia Arg Gin Asp His 

Ala Lys Lys Met Vai Leu Axa ^e.u -e- - 

210 f v , v , - le L eu Ser His Giy Cys Gin 

Gly Ala Leu Asp Cys Cys Vai /a* ^ 240 

225 2j0 „ r1 „ va" Tyr Glv Thr Asp Gly Cys 

Ala Ser His Leu Gin Phe Pro Gly A-a /a. -/ - ^ 

2 ! 5 « T1P vai * sn He Phe Asn Giy Thr Ser Cys 
P^o Vai Ser Vai Glu i,ys He Va- ; -sn ^ 

260 . Tl/ „ rir, one He Gin Ala Cys Gly 
Pro ser Leu Gly Gly Lys Pro Lys -e ^ 

275 , u a . -Tv Glu Vai Aia Ser Thr Ser 

Giy Glu Gin Lys Asp A2.S • 30Q 



Leu 


Tr? 


Asp Vai 


Leu 


25 








Glu 


Asc 


He Gin 


Arg , 








45 


Gin 


Leu 


He lie 


Asp 






60 




Phe 


^ e 


Ser Cys 


Leu 






75 




Leu 


Arg 


Thr Asn 


Arg 




30 






As" 


leu 


Thr Pro 


val 


- ^ c 

_ U w 








Leu 




Pro Glu 


Thr 








125 


Sly 




Vai Gly 


Ala 






14 0 




l Tyr 




Leu Ser 
15 5 


Mar 


: Vai 




Phe Cys 


Arg 



Pro Glu 



30 



290 t _ isc Ma Thr Pro Phe Gin 

— ?r0 " V- 5 320 

s* a ~le Ser Ser Leu Pro 



z^sc Glu Ser Pro Gly Ser Asn Pro ,.u * — e - - 3 20 

310 ~ - 

Glu Gly Leu Arg Thr Phe Asp „~ - ^ 335 

325 , , ^ ro Glv Phe Val 

^h- Pro Ser Asp He ?he Vai ~er -» 

340 _ til ^„ - /r Val Glu Thr Leu Asp 

^-o Lvs *=e- - — - 

^er i -O .-s.rg .^v --^ - , ^ joo 

_ , o ^ 



I - - -.: u Aso Leu Gin Se^B" 

Asp Ha Pf.e Glu Gin W-;ir ;i - s ' 3a0 W 

3"0 X '7 . . - ; ~- ri 0 xvr Lys Gin Met 

Leu Arg Val Ala Asn Ala '/ai «r /ax ^/s W ----- 400 




395 , a~ 1-./5 Lvs Leu ?he ?he Lys Thr Ser 

?ro Giy Cys Phe Asn -he -au A_ - ^ 413 



290 

405 

(2) IN FORMAT -ON FOR 3EQ - - >'C : : 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 1578 base pairs 
(3) TYPE: nucleic acic. 

(C) 5TRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cSNA 

Cxi) SEQUENCE DESCRIPTION : 3EQ 10 NO : 2 : 



SEQUENCE CHARACTERISTICS : 
: A) LENGTH : 639 bass pairs 
'3) TYPE: nuclair =- c -- 
.(C; 3TRANCE-MES3 : Single 
*.D) TOPOLOGY: linear 

MOLECULE TYPE: cIMA 



60 
120 
130 
240 
300 
360 
420 



^-.--r^G - G GCGGTGCC GGCTGCGGCT GGTGGAAGAG 
GCCATGGACG AAGCGGATCo G.^-C - - AGCTGTTCAG GCCCCATATG 

. CTGCAGGTGG ACCAG.TC . -^.C^ -„ CGGC3GG ATCAGGCCAG GCAGCTGATC 
ATCGAGGACA TCCAGCGGGw . AG^.- --G^ TCATCTCCT3 CTTAGAGGAC 

AT AG AT C T GG AGACTCGAGG ^G.^ov.- GGCAAGCAGG AAAGTTGTCG 

ACAGGCCAGG ACATGCTGGC ----- ^^^c c AGA.G AT T C G CAAACCAGAG 

* AAGCCAACCC TAGAAAACCT ^C--^- G TT CTGGAGGATT CGGTGATGTC 

* GTTCTCAGAC CGGAAACACC ^C^G.w ^A ACATCCTGAG CATGGAGCCC 480 
CI GGTGCTCTTG AGAGTTTGAG ooo^AT^ r^"-,; GTGAGTCCGG GCTCCC-CACC r,4 0 
(Ti TGTGGCCACT GCCTCATTAT ^C-.-A^-o GCTTCTCCTC GCTGCATTTC 
H CGCACTGGCT CCAACATCGA C^^^ AAGAAAAT GG TGCTGGCTTT GCTGGAGCTG 
HI ATGGTGGAC-G TGAAGGGCGri ~ C GTGGTGG TCATTCTCTC TCACGGCTGT 
O GCGCGGCAGG ACCACGGTG. -C--^ C AGAT GGATG CCCTGTGTCG 
Mi CAGC-CCAGCC ACCTGCAGTT C~~C-^- ---- CCAGCCTGGG AGGGAAGCCC 

GTCGAGAAGA TTGTGAACAT CTTC^ATG^- ^^cAAAG ACCATGGC-TT TGAGGTGGCC 
:L.' AAGCTCTTTT TCATCCAGGC CTGTGGTG^ ^^G CACCC CGTTC '960 

! ¥ TCCACTTCCC CTGAAGACGA GTCCCCTG^ .--G ---C- ; ^ ^-TC-CC CACACCCAGT 1020 
« CAGGAAGGTT TGAGGACCTT CGAC^Gw-o ^^—-A. :;„ GGAGGGA CCC CAAGAGT 
iHy GACATCTTTG TGTCCTACTC ^i:;,' r ,, ir,TGC-GCTCA CTCTGAAGAC 



600 
660 
720 
780 
840 
900 



!U GACATCTTTG TGTCCTACw l«C --w-- AGTGGGCTCA CTCTGAAGAC 

4»: GGCTCCTGGT ACGTTGAGAC ^-^f^ "r^-CGG TGAAAGGGAT TTATAAACAG 
O CTC-CAGTCCC TCCTGCTTAG -AAAACATC ATAAGGCCAG 

U, ATGCCTGGTT GCTTTAATTT C~.~o«A«~ - " TGCCCCAGGC CTGAAAGAGG 
GGCCCCTCAC CCTGCCTTAT ^G^C . - CGGCACAGGG TCTGCTCTTT 

CTGAGGCCTG GACTTTCCTG -^TCAAG. ^ ^ G AC G AC AAGT GCTGAACAGT 
• CTCTGCCAGT GACAGACAG« C.C.-AG.AC MCTCTTGAGC AGTGGCTGGT 

GGAGGAAGAG GGACAGATGA i^-VsTTC-G TCTCTAGGAG CAGGGATTAA 

CGAGGGG TAG TGACTTGow w*. - Xi/ S 

CCTCTGCACT AC TG AC AT 

[2) INFORMATION FOR SZQ 13 MC : j : 



1030 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 



t xi, SEQUENCE DESCpWriCN: 3EQ ID MO : 2 : 




CCAGGGGCTG TCTACGGCAC ^ATG-ATG. .^GAAGCCCA AGCTCTTTTT CATCCAGGCC 
TTCAATGGGA CCAGCTGC.C CAG^C.Go^A ^ CCACTTCCCC TGAAGACGAG 

TGTGGTGGGG AGCAGAAAGA CCATG^o. AGGAAGGTTT GAGGACCTTC 
TCCCCTGGCA GTAACCCCGA ^CAG^TG.- J^-^ ACATCTTTGT GTCCTACTCT 
GACCAGCTGG ACGCCATATC JM^G^ CCC AAGAGT G GCTCC.TGGTA CGTTGAGACC 
ACTTTCCCAG GTTTTGTTTC ^GGAGooAC TGCAGTCCCT CCTGCTTAGG 

HE lis sSii ™ss? — — 

(2) INFORMATION FOR SEQ ID NC:4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 203 amino acids 

(B) TYPE: amino acid 

(C) STRAMDEDNESS : single 
■(D) TOPOLOGY: Linear 

(ii) MOLECULE TYPE : protein 

C Ui) SEQUENCE DESCRIPTION: SEQ ZZ MO: 4:. 

i ,-, -va. Ar- Gin Ast= His Gly Ala Leu 

d Met Val Leu Ala Leu Leu Glu ueu A_a ~- , - ^ 

ffS 1 „ , 7a1 val - e Leu Ser His Gly Cys Gin Ala Ser His 

U Aso Cys Cys Val -/al Val ~e ^ 3Q 

e M a. «» "» 3iy ~ - isp Gly <r ? " " al s " 

Si V4l slu £. Ii, vai A»„ Ue «n Sly - h - ~ ^ ? " 

L. 5° T 3ha Gin Ala Cvs Gly Gly Glu Gin 
W Gly Gly Lys Pro Lys Leu ?he ?h ?5 30 . 

* 65 _ ™ . 3e ~ ~r.r Ser Pro Glu Asp Glu Ser 

fU Lys Asp His Gly Phe Glu /ai A-a 3 e- g5 

85 Q _ acsn A" a Pro Phe Gin Glu Gly Leu 

S ?ro Gly Ser Asn Pro Glu Pro Asp A^a ^ 



" -trtn 

!U 100 , T ni A r^ e 3 er Ser Leu Pro Thr Pro ^er 

fr V Arg Thr Phe Asp Gin Leu Asp Ala „e a e. ^ 



II, & Val Ser Ty: S.r *u- »0 «y ». VI *P 

a „ =fo S « «y S« £, «. V,I Sla T*r L.u Asp A S p U. £ 

& S l. «P ** Ur «. A.P »« - » 

A 5 , ,1, val £ v.l Lys Sly ;-J ^ ,y 51= «« £ «* Cy. 



?he Asa Phe Leu Arg Lys Lys Leu Phe Phe Met 
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INFORMATION FOR SEQ 



ZD :\C : 5 : 



■Ai LSMGTH: 34 base pair. 



60 
120 
130 
240 
300 
360 
420 
430 
540 
600' 
639 



(3) TYPE: nucle^^-- 

(C) STRANDEDNESS: aingis 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(jei > SEQUENCE DESCRIPTION: SEQ ID NO : 5 : 
GAACGGGGTA CCGCCATGGA CGAAGCC-GAT CSGC 

(2 ) INFORMATION TOR 3EQ ID MO : 6 : 

' (i , SEQUENCE CHARACTERISTICS: 

(A) LENGTH: SO base oai-S 

(B) TYPE: nucleic acia 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 

(xi ) SEQUENCE DESCRIPTION: SEQ ID NO:S: 

„. r -,r^r. -^A m GTTTTA AAGAAAAG 
TGCTCTAGAT TAGTGGTGGT (oGiG^— — 

(2 ) INFORMATION TOR SEQ ID.MC:7: 

(i) SEQUENCE CHARACTERISTICS: 
m (A) LENGTH : 41 base ?a:.= 

7: ;a) TYPE: nucleic acic_ 

f: (C) STRANDEDNESS : sir.C-e 

J'; (D) TOPOLOGY: linear 

MOLECULE TYPE: cDNA 

O (xi ) SEQUENCE DESCRIPTION: SEQ ID NO 

1 AAGCTCTTTT TCATCCAGGC CGCGGGTGGG GAGCAGAAGA C 

J i2 ; INFORMATION E OR SEQ ID NO 

H (i) SEQUENCE CHARACTERISTICS: 

(A , LENGTH: 39 base pairs 

(B) TYPE: nucleic ac_c_ 

(C) STRANDEDNESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : cDNA 

{xi ; SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 
— .GC-"'"-GAI 3 AAAAAAG C 

GTCTTTCTGC TCCCC«C — - 

in FORMAT ION -R SEQ ID NO: 9: 



3 SR. 

linear 



(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(xi) SEQUENCE DESCRIPTION: 3EQ 10 MO : 9 
TGCTCTAGAT TACTTGTCAT CGTCGTCCTT GTAGTCTGAT 
CCGGAG 

(2 ) INFORMATION FOR 3 EG 13 NC:10: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 5 amino acids 
(3) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYRE: protein 

( xi) SEQUENCE DESCRIPTION: 5EQ ID NO: 

Gin Ala Cys Arg Gly 
1 5 
'Z (2) INFORMATION FOR SEQ II SO: 11: 

f SEQUENCE CHARACTERISTICS: 

0;i !A) LENGTH: 5 amino ac_as 

H' (3) TYPE: amino acid 

, c) st HANDEDNESS : single 
£!; ( o) TOPOLOGY: linear 

(ii) MOLECULE TYPE : protein 
| ; (xi) SEQUENCE DESCRIPTION: SEQ " NO 

% Gin Ala Cys Gly Gly 



